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at the speciﬁc part of the facility. Three dogs were necrop-
sied in the diagnostic lab of NVRQS. For bacterial culture,
lung tissue was inoculated on sheep blood and MacConkey
agar and aerobically incubated for 24 hr at 37 ◦C. The isolate
was identiﬁed by API 20STREP KIT (Biomeriux Ltd., France).
Antimicrobial susceptibility was tested using disc diffusion
method. Immunohistochemistry(IHC) and PCR were carried
out to detect viral agents such as Canine distemper (CDV),
Canine adenovirus 2(CAV2) and Canine parainﬂuenza virus
(CPIV).
Results: On the gross lesion, hemothorax and uncollapsed
and mottled dark to red lung were seen in all dogs. Histologi-
cally, ﬁbrinosuppurative pneumonia accompanied by diffuse
edema. Necrosis of alveolar septa and mild to severe tra-
cheitis were apparent. Gram positive cocci were seen in the
lung and liver. There were no pathologic lesions in other
organs and IHC to viral agents were all negative. The iso-
late showing ˇ-hemolysis was identiﬁed with S. equi subsp.
zooepidermidis. It was susceptible to cephalosphorin, doxy-
cline, penicillin and quinolone.
Conclusion: It is concluded that S. equi subsp. zooepi-
dermidis can be the causative agent of ﬁbrinosuppurative
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Bats (order Chiroptera) represent nearly one ﬁfth of
the approximately 5,000 known species of mammals, yet
many aspects of their biology are poorly understood. Bats
of certain species are well known reservoirs of Rabies virus
but within the past few years bats have been identiﬁed
as reservoirs or potential reservoirs of several important
human and livestock pathogens. Among these are severe
acute respiratory syndrome coronavirus, Nipah and Hen-
dra paramyxoviruses, several lyssaviruses, and both Marburg
virus and an ebolaviruses. In some instances, these viruses
may cause persistent infection without recognizable pathol-
ogy in the bat host. Even though these are medically
important viruses, little is known as to how bat immune sys-
tems engage viruses or how these viruses evade a sterilizing
host immune response. We are developing immunologi-
cal methods for investigations of such studies in bats and
have begun with one species, the Seba’s Short-tailed Bat
(Carollia perspicillata). We have successfully cloned and
characterized partial cDNAs of four cytokine genes: tumor
necrosis factor, interleukin-10 (IL-10), IL-23, and granulo-
cyte macrophage stimulating factor. Our sequence analysis
shows that these genes are highly conserved with regard
to orthologous sequences. To our knowledge, these are the
ﬁrst cytokine genes cloned from bats of any species and
are a ﬁrst step in developing an immunological model for
host:pathogen interactions in bats to assess gene expression
in response to infections. We are currently in the early stages
of experimental infections of bats with viruses to study the
immunological basis of zoonotic persistence in bats.
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Background: Hantaviruses are emerging viral zoonotic
pathogens. We have recently published serological evidence
of hantavirus infections among humans in south India. The
only hantavirus serotype indigenous to India is the Thot-
tapalayam virus, isolated at our center in 1964 from a
non-rodent host, Suncus murinus. In the present study we
conducted a serological and molecular survey of hantavirus
infections among indigenous wild rodents to determine the
presence of animal reservoir for hantaviruses in this geo-
graphical region.
Methods: Fifty four rodents [Rattus rattus (n = 26), Bandi-
cota species (n = 25), Mus musculus (n = 2) and Suncus
murinus (n = 1)] were studied during the period 2006-2007.
The sera were tested for anti-hantavirus IgG antibodies by
an in house immunoﬂuorescent assay (IFA) using HTNV and
Seoul virus (SEOV) antigens. Additionally, Western blot (WB)
analysis was performed on 13 IFA sero-negatives and 9 IFA
sero-positives using nucleocapsid protein of Thailand virus
(THAIV) as antigen. Partial S segment of RNA extracted
from lung and kidney were ampliﬁed by nested reverse
transcription-polymerase chain reaction (PCR), products
(154bp) sequenced and conﬁrmed.
Results: Of 54 rodent sera tested, 9 (17%) were sero-
positive by IFA, of these, 3 (5%) belonged to Rattus rattus
and 6 (12%) to Bandicota species. Six (11%) of the 9 IFA
sero-positives were sero- reactive by WB using THAIV anti-
gen. One HTNV and SEOV IFA sero-negative sample showed
reactivity in WB with THAIV protein. The partial S segment
(from the lung tissue) of a sero-positive rodent showed 93%
identity to HTNV S segment.
Conclusion: The present study results prove the presence
of hantaviruses among rodents in south India. The ﬁndings
warrant continued surveillance especially among people liv-
ing and working in close proximity to rodents and instituting
effective public health control measures.
doi:10.1016/j.ijid.2008.05.327
